ABSTRACT We announce the complete mitochondrial genome sequence of Oreohelix idahoensis, a threatened land snail endemic to the Pacific Northwest of the United States. The circular genome is 14.2 kb and contains 13 protein-coding genes, 2 rRNA genes, and 21 tRNA genes.
phoran genomes. We then constructed a maximum likelihood phylogeny using the aligned sequences with RAxML (v.8.2.9) (10) , specifying a GTRGAMMA model of nucleotide evolution and evaluating nodal support by performing 100 bootstrap replicates, to determine the phylogenetic placement of O. idahoensis.
The mitochondrial genome of O. idahoensis is a circular DNA molecule of 14,213 bp. The GϩC content is 25.64%. Annotations include respiratory genes (atp6, atp8, cob, cox1, cox2, cox3, nad1, nad2, nad3, nad4, nad4l, nad5, and nad6), two ribosomal genes (large and small subunits), and 21 tRNA genes. O. idahoensis is most closely related to a clade including achatinellid, bulimulid, and succineid species (Fig. 1) .
Data availability. The genome sequence has been deposited in GenBank under the accession number MK290736, and the reads used for assembly are available in the SRA under the accession number PRJNA553530.
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